Results:
The results showed that among the 52 Syrian isolates, 22 (42.3%) had the aa 315 mutation in the katG gene, while 6 of the 14 Lebanese strains (42.8%) had this mutation.
The most common mutation was Ser315Thr (92.8%). Mutations in the inhA promoter region were responsible for INH resistance in 14 Syrian strains (26.9%) of the isolates. The most common inhA promoter mutation was À15 C-T and was present in 13 of the14 inhA muta- 6 mutated Syrian strains (11.5%) with 46 G-A the most common mutation (4 of 6 strains). It is interesting to note that 4 strains had mutations in katG in addition to ahpC-oxyR mutations and 1 strain had both katG and inhA mutations.
None of the Lebanese strains had mutations on inhA or ahpC-oxyR implying that these mutations do not contribute to the detection of INH-resistant MTB in the Lebanese strains.
Conclusions: This study showed that the pyrosequencing applied to katG, inhA promoter and ahpC-oxyR intergenic region was able to detect a relatively large proportion of Syrian INHresistant MTB isolates (80.7%) in Syria. This strategy may be inappropriate for Lebanese strains, as the genetic mechanisms of resistance remain unidentified for approximately half of the isolates, so it is quite possible to detect the presence of other mechanisms of resistance.
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